Cell redox homeostasis, Transport, DNA replication and repair. Histograms represent the abundance of each spot (normalized volume, arbitrary units) in A2780 control, Au(NHC)-and Au(NHC) 2 -treated cells. ANOVA test was performed by Progenesis SameSpots 4.0 software (Nonlinear Dynamic, UK) to determine if the relative change was statistically significant (p-value<0.05). All spots show a q-value (False Discovery Rate) <0.1. The significant differences between groups were calculated with GraphPad Prism6.0 software, using Tukey correction for multiple comparison (see Table 2 The complete list of the identified protein spots is reported in Table 2 . a Spot numbers match those reported in the representative 2-DE images shown in Figure 4A . b Accession number in Swiss-Prot/UniProtKB (http://www.uniprot.org/). c Observed Mr/pI, based on the calculation using Progenesis SameSpots 4.0 software d MASCOT PMF (Peptide Mass Fingerprint) score (Matrix Science, London, UK; http://www.matrixscience.com). MS matching score greater than 56 was required for a significant MS hit (p-value<0.05 ). e Number of matched peptides correspond to peptide masses matching the top hit from Ms-Fit PMF, searched peptides are also reported. f Sequence coverage = (number of the identified residues/total number of amino acid residues in the protein sequence) x100%. g MASCOT MS/MS score (Matrix Science, London, UK; http://www.matrixscience.com). Ion score greater than 25 was significant (p-value<0.05).
